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Introduction: Results: Figure 5: Krona plots of bacterial diversity at class Gammaproteobacteria Table 2: Virulence genes detected in Milwaukee beaches

The microbial ecology of recreational beach waters is one of the most underexplored The class includes well-known gram-negative pathogens such as Escherichia coli, Salmonella sp, Yersinia pestis, Vibrio cholerae, and Pseudomonas aeruginosa % Total match: fraction of gene sequence recovered by shotgun sequencing
ecosystems. It is frequently disrupted by anthropogenic activities, particularly in summer
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microbial burden and their ecological relationship.
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likely adversely impact the health of children and immunocompromised individuals.

Whole genome shotgun metagenomics was used to detect and identify microbes, virulence and
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resistance genes, and to characterize the microbiomes of three Milwaukee area beaches. This S —— 0867
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profiling of community resistome and virulome. --
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